H-InvDB Enrichment Analysis Tool (HEAT) is a new data-mining tool for gene set enrichment analysis based on comprehensive annotations of human genes in H-
HEAT conducts gene set enrichment analysis by calculating P-values using Fisher's exact probability test. Let N be the number of all protein-coding representative transcripts in HInvDB, n be the number of occurrences of a particular feature, K be the number of genes submitted, and k be the number of occurrences of the feature in the given gene set. Then, the P-value is calculated by the following equation.
Gene set enrichment analysis is a method to find features enriched in a given gene set. The following 10 annotations are used for analysis in HEAT.
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